. Scrobicularia plana. Polymorphic sites in mitochondrial cytochrome-c-oxidase I haplotypes identified by their nucleotide. A: adenine; T: thymine; C: cytosine; G: guanine Table S2 . Scrobicularia plana. Haplotype occurrence, nucleotide diversity (π) and haplotype diversity (h) at each sampled site with corresponding standard deviation Table S4 . Scrobicularia plana. Mean (range) haplotype diversity (h) in the mtDNA cytochrome-c-oxidase I gene for several marine bivalve species Short (2 million steps) run Short (2 million steps) run Short (2 million steps) run Long (10 million steps) run Combined run Fig. S1 . Scrobicularia plana. Marginal posterior probability distributions for isolation with migration analytic (IMa) model parameters of 3 distinct models: Trondheim vs. Atlantic, Atlantic vs. Pisa and Trondheim vs. Pisa. For each model, 4 IMa independent runs were completed: black, blue and red lines represent the three 2 million step runs, while green corresponds to one 10 million step run and yellow to the combined run. Population size parameters (θ) are shown for current populations (1 and 2) and their ancestral population (A), along with migration rate (μ, substitutions sequence -1 yr -1 ) and time since last split (t). Note that values correspond to model parameter estimates. For corresponding demographic parameter estimates see Table 4 in the main article
Code Site h 01 h 02 h 03 h 04 h 05 h 06 h 07 h 08 h 09 h 10 h 11 h 12 h 13 h 14 h 15 h 16 h 17 h 18 h 19 h 20 h 21 h 22 h 23 h 24 h 25 h 26 h 27 h 28 h 29 h 30 h 31 h 32 h 33 h 34 h 35 h 36
2 1 1 1 1 1 1 1 2 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 423
